ABSTRACT We report here the draft genome sequences of Bifidobacterium strains N4G05 and N5G01, isolated from the human vaginal microbiome. Genome sequences were obtained by de novo assembly from high-quality reads. Both strains were closely related to Bifidobacterium kashiwanohense based on barcode marker sequences and average nucleotide identity analysis.
catenulatum. The genomic ANIm of N4G05 was also on the borderline of the specified cutoff for species identity, with a maximum ANIm of 94.7% with B. kashiwanohense, followed by 94.5% with B. catenulatum.
The phenotypes of N4G05 and N5G01 have been described previously, including carbohydrate fermentation pattern, production of lactic acid and hydrogen peroxide, tolerance to low pH, and antibiotic susceptibility (10) . Accession number(s). This whole-genome shotgun project has been deposited in GenBank under the accession no. NJNQ00000000 for strain N4G05 and NJNP00000000 for strain N5G01. The versions described in this paper are NJNQ01000000 and NJNP01000000, respectively.
